Electron crystallography of three dimensional protein crystals by Georgieva, Dilyana
STELLINGEN 
behorende bij het proefschrift 
ELECTRON CRYSTALLOGRAPHY OF THREE DIMENSIONAL  
PROTEIN CRYSTALS 
 
1. Advances in cryo-electron microscopy and the development of high resolution 
electron microscopes allow direct imaging of inorganic structures and 
macromolecules. However, the highest resolution and therefore the most detailed 
structural information is still obtained using diffraction techniques. 
This thesis, chapter 1. 
 
2. When two droplets meet on a solid surface they usually fuse if the liquids are 
miscible. Little is known about what happens next.  
This thesis, chapter 1. 
 
3. Nano-crystallization is not a simple miniaturization of a protein crystallization 
experiment.  
This thesis, chapter 2. 
 
4. Structure determination by electron diffraction of 3D protein crystals remains to be 
validated but if certain practical obstacles can be overcome, it may provide an 
excellent alternative to X-ray crystallography. 
This thesis, chapter 2. 
 
5. In contrast to what is believed in general, for the purpose of structure determination 
electrons are scattered kinematically more efficiently than other particles such as 
neutrons and X-ray photons. 
 
 
 
6. Precession electron diffraction of misaligned protein crystals is beneficial for 
structure determination mainly because it integrates, rather than samples the rocking 
curve of the Bragg reflections. 
 
7. The introduction in electron microscopy of fast, large, high resolution quantum area 
detectors (as for instance a tiled Medipix-3 detector) will allow more accurate 
structure determinations. 
 
8. If you can compare the completing of a PhD with the climbing of a summit, then the 
writing of a thesis is the descent. Most accidents happen there. 
 
9. Understanding protein crystallization means turning art into science. 
 
10. One can do everything in ones dreams. 
 
11. Success can be scary. 
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